and pandemics (Ebola, Zika and Influenza), we searched for a common denominator to 16 these events, positing that the genome of outbreak viruses is far from an evolutionary 17 equilibrium, which is ultimately maintained by a dense network of correlated substitutions.
1 Introduction 8 both HA and NA genes show a gradual transition between a typical pandemic state to a 137 regular state in two-to-three seasons (figure 2, column 6-7, respectively). Spidermonkey: rapid detection of co-evolving sites using bayesian graphical models. 
